SUMMARY By using the genetic linkage data between the facioscapulohumeral muscular dystrophy (FSHD) Facioscapulohumeral (Landouzy-Dejerine) muscular dystrophy (FSHD) is one of the more common autosomal dominant disorders in man with variable penetrance and severity. Clinical signs of facial weakness in childhood, with shoulder-girdle weakness and atrophy in the second decade of life or early adulthood are usual, but asymptomatic cases are also common and can be found at any age. The condition may be confused with other syndromes, such as the spinal muscular atrophies and mitochondrial myopathies.1 Chromosomal localisation of FSHD would help in the differential diagnosis and could resolve the question of genetic heterogeneity, while close linkage would facilitate genetic counselling, prenatal diagnosis, and eventual understanding of the molecular defect.
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In order to achieve these goals more rapidly, an international collaboration of groups involved in the linkage analysis of FSHD was organised, as de- scribed by Lunt2 in this issue. At Maximum chromosomal probability 27-60%.
Maximum likelihood for FSHD location 6-47 (lod=0-81) .
and the equivalent number of recombinants will be:
The program then accesses an internal file which contains the approximate genetic length of each of the human chromosomes given in centimorgans for both male and female chromosomes. calculates the positional likelihood of the disease locus on each chromosome, and also the percentage probability of any locus being on any of the 22 autosomes (table 2). The last two columns of table 2 give the maximum values of likelihood and probability of FSHD being on that chromosome. The figure is the graphical representation of these values. 
